C14H 18 N4OS, monoclinic, P21/c (no. 14), a = 15.479(4) Å, b = 13.203(3) Å, c = 7.3147(17) Å, β = 99.385(7)°, V = 1474.9(6) Å 3 ,
Experimental details
Carbon-bound hydrogen atoms were placed in calculated positions and were included in the re nement in the riding model approximation, with U iso (H) set to 1.2Ueq(C) and 1.5Ueq(C) for the hydrogen atoms of the methyl groups.
Discussion
The increasing incidence of infection caused by the rapid development of bacterial resistance to most of the known antibiotics is a serious health problem [1] . While many factors may be responsible for mutations in microbial genomes, it has been widely demonstrated that the improper use of antibiotics can greatly increase the development of resistant genotypes [2] . Furthermore, the use of most antimicrobial . agents is limited due to the rapidly developing drug resistance in conjunction with the unsatisfactory status of present treatments of bacterial and fungal infections [3, 4] . Pyrimidine nucleus has gained potential importance in medicinal chemistry, as some of its derivatives exhibited a wide range of biological activities, such as antiviral [5] [6] [7] [8] , anticoccidials [9, 10] , antimicrobial [11] [12] [13] [14] , antitumor [15] [16] [17] [18] , herbicidal, antileukemic [19, 20] , pesticides [21] , CNS agents [22] , tuberculostatic [23] [24] [25] , antileishmanial [26] [27] [28] , radioprotectant [29] , anti-in ammatory [30] , and cardiovascular activities [31, 32] . The biological signicance of the above heterocycle prompted us to explore the synthesis of novel pyrimidines from 3-amino-2-methyl-5,6, 7,8-tetrahydrobenzo [4, 5] The asymmetric unit of the title compound contains one independent molecule. The bond lengths of N1-C10 and N3-C12 are 1.300(5) and 1.282(5) Å, respectively, which are typical C = N double bonds and the con guration around these double bonds are trans. The molecules are packed via at least one non-classical intermolecular hydrogen bond C14-H14B· · · O1 i with a H· · · A distance of 2.59 Å and an angle of 156°. Symmetry codes: (i) − x + 1, y + 1/2, − z + 1/2. Bond lengths and angles are almost in the expected ranges.
